SUPPLEMENTARY METHODS

Cloning, protein expression and purification
PCR products coding for Rna15 residues M1-S94, P16-S103, and P16-N111 were inserted either into the NdeI and XhoI sites of pET22b (Novagen) using Profit curve fitting software (Quantsoft). The estimated error in the equilibrium association constants, K A , derived from these fits ranges from 5 to 15%. 
Crystallisation
Structure determination
The structure of the Rna15(16-103-ht)-GUUGU complex was determined using crystals belonging to the spacegroup P4 containing a single copy of the complex in the asymmetric unit. Data were collected at 100 o K from crystals of selenomethionine substituted protein on station IO4 at the Diamond light source, UK and processed using HKL software suite (1). Two selenium atoms were located using SOLVE (2) from a SAD dataset recorded at the peak of the selenium absorbance edge. Initially, phases derived from the refined positions of the selenium atoms were calculated at 2.9Å, overall FOM of 0.40. Application of density modification in RESOLVE (3) significantly improved the phases resulting in an overall FOM of 0.72 and enabling 60 residues of a poly-alanine model to be built into the map. Molecular replacement of this model into a native dataset using the program Phaser (4) and refinement of the model at 1.6Å using ARP/REFMAC (5-7) produced a map were all residues from P16 to S103 could be built into density using the program Coot. An additional, six residues (LEHHHH) from the C-terminal histidine tag were also visible in the map. Further, inspection of the refined map revealed clear electron density for a GU dinucleotide bound between two copies of the asymmetric unit around the crystallographic four-fold axis. 
